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IDENTIFIED LAB mRNA SEQUENCES 

CGGGAGCTTGAAGGACACAAGAATGGGAGGAAAGGCGGACTCTCAGGAAC (Ribosome Binding ' Site) 

TTCATTCTTCACGTGGTTT ATGGTGATTGCATTGCTGGGCGTCTGGACAT (Start Codon) 

CTGTAGCTGTCGTTTGGTTTGATCTTGTTGACTATGAGGAAGTTCTAGGA 

AAACTAGGAATCTATGATGCTGATGGTGATGGAGATTTTGATGTGGATGA - , S1 .. 

TGCCAAAGTTTTATTAGGACTTAAAGAGAGATCTACTTCAGAGCCAGCAG ; ' 

TCCCGCCAGAAGAGGCTGAGCCACACACTGAGCCCGAGGAGCAGGTTCCT ' 'i';, 

GTGGAGGCAGAACCCCAGAATATCGAAGATGAAGCAAAAGAACAAATTCA 

GTCCCTTCTCCATGAAATGGTACACGCAGAACATGTTGAGGGAGAAGACT 

TGCAACAAGAAGATGGACCCACAGGAGAACCACAACAAGAGGATGATGAG 

TTTCTTATGGC G AC TG ATGT AG ATG AT AG ATTTG AG AC C C TGG AAC C TG A 

AGTATCTCATGAAGAAACCGAGCATAGTTACCACGTGGAAGAGACAGTTT 

CACAAGACTGTAATCAGGATATGGAAGAGATGATGTCTGAGCAGGAAAAT 

CCAGATTCCAGTGAACCAGTAGTAGAAGATGAAAGATTGCACCATGATAC 

AGATGATGTAACATACCAAGTCTATGAGGAACAAGCAGTATATGAACCTC 

TAGAAAATGAAGGGATAGAAATCACAGAAGTAACTGCTCCCCCTGAGGAT 

AATCCTGTAGAAGATTCACAGGTAATTGTAGAAGAAGTAAGCATTTTTCC 

TGTGGAAGAACAGCAGGAAGTACCACCAGATACTTAA AGCTTCAAAAAGA (Stop Codon) 

CTGCCCCTACCACCACAGGAGGACCAGCCTAACCATACGCTCCAAAAGAT 

GGCTGTGATAGATCTTGTGAAGCAATTACTGAGCAGATCAAGATCTTTGG 

GAAGGAACACTAAAGATGTTTTGAATGAATTATAGTCCACTGGCATTTTA 

GTGTATTTTTTTTTCTTTTTAGAAACACACATTTCTAAAAATGTCATGTT 

ACATTCCTGCATGTCCCTTTTGATAGCATTAGTGGATCCATTGGATTTCT 

TTTTTCTTTTTGTGAGACAGCTTTTAGTCTTACCTGAATTTATGTGTGTT ( Ins tabi 1 i ty Sequence ) 

TTTCCGACAGTGGTTAATAATTATATTGGTGATGTAGCAGCAATTGTGTT 

GGCAGGGTTTTCATATATTATTAGTAATTAACACTAACTGTTGGACTGAC 

TTGTGTACACTGTGTTAAACATGATTTAAAAGCTATTAAGAGTACTTTGT ( Ins tabi 1 i ty Sequence ) 
GTTAGCACTCTTAAAAACGCTAACAGAGATCATCATTAGCTGTGAAGATT 
TGAGTTGTATATACCTGCACTGATATTCTTATCAAAAATTTCTACATTAG 
CTTTAAGTGTTCAGATTAACACTTTTGAAACCTTTGTAGCTTTTAGCTGA 

TTAATTAGAAAAATTAATATTTCAGTGAAAGTTTTAAATTATCATTTATT ( Ins tabi 1 i ty Sequence ) 

TATTTTTTTAAATGAGAGGGGAAAGCTGAAATTCCTTGTTAAGACACAAG 

GAAAAAGAATGGCCCTACTATTATCATGCAAAAATGCTTTGTTGGCACCT 

CAGATTAATCATATAATAGCTATAGTCTCTTCAGCATTTGTTTAAATTTT 

AG AAAAC C T GT AT AAATT AC TGGTG C AT AAC TT AAAG ATT ATTCTGC C TT 

TGGCTAATTGAGTAATTCCCCTCCAGCACTAGAGACCGCTCAGTGCTCTT 

ACTAGATGAACTCAGTAACGCCTTGAGCTGGGTTGATTGAGGATGTGTGA 

AAAAGCTCACAGAGCCCGATGCCTGCTGCTATTTCACGGCAATGAGCCTT 

TTTCTTTCTACACTGAAGATTTTCTTCTTATTTAATGTGGTTTATTTTGG ( Ins tabi 1 i ty Sequence ) 
GCTCAGAAATAATTGCTCTGTTGAAAATAATCCTTTGTCAGAAAAGAAGG 
TAGCTACCACATCATTTTGAAAGGACCATGAGCAACTATAAGCAAAGCCA 
TAAGAAGTGGTTTGATCGATATATTAGGGGTAGCTCTTGATTTTGTTAAC 

ATTAAGATAAGGTGACTTTTTCCCCCTGCTTTTAGGATTAAAATCAAAGA (Sub-optimal Poly- 
TACTTCTATATTTTTATC ACTATAGATC ATAGTTATTATAC AATGTAGTG adeny 1 a t i on Site) 
AGTCCTGCATGGGTACTCGATGTGTAATGAAACCTGAAATAATAATAAGA 
TAATAAGAAAAGCAATAATTTTCTAAAGCTGTGCTGTCGGTGATACAGAG 

ATGATACTCAAATTATAATAAAACTCTTCATTTTGTGAATTATAGAAGCT (Optimal Polyadeny- 
ACTTTTTATAAAGCCATATTTTTTTAGGGAAACTAAGGAGTGACATAGAA lat ion Si te ) 
CTGATGAATGAGTAAAAGTAAGTTTTGCTGGATTTTTGTAGAACTCTGGA 
CGTTGAGGATTCATTATGCTGTGGTTAACTTTAAATATTTTT 
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COMPUTER PREDICTED DOMAINS 
IN LAB YR I NTH I N 

MVIAL GVWTSVAW WFDIiVDDYEEVIjGKL GIYDADG DGDFDVDDAKVLLGLK 

ERSTSEPAVPPEEAEPHTEPEEQVPVEAEPQNIEDEAKEQIQSLLHEMVHAEi 

\ 

HVEGEDLQQEDGPTGEPQQEDDEFLMATDVDDRFETLEPEVSHEETEHSYHV \ 
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EETVSQDCNQDMEEMMSEQENPDSSEPWEDERLHHDTDDvtyqvyeeqavY 

\ <--MAD I--> 

EPLENEGTEITEVTAPEDNPVEDSQviveevsi f pvEEQQWCPPDT 
A <--MAD II-> 
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^Predicted Ca ++ Binding Region 



VLGKLGIYDADGDGDFDVDDAKVLLGLK 



Parvalbumin vkkaf aiidqdksgf ieedelklf lqnf 

Calmodulin f keaf slf dkdgdgtittkelgtvmrsl 

Troponin-C ladcf rvf dknadgf idieelgeilrat 

Ca ++ Binding Residues * * * * * 

Required Residue + 



SYMBOL KEY 

BOLD = eukaryotic Leader Sequence 
= Myristylation site 

A 

lower case = Membrane Anchoring Domain (MAD) 
< > 
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HA AH 



LAB 



EST 




4.3 kb 



1.4 Kb 



3' - LAB 



\ = START CODOM 
R = RIBOSOME BIKJD I K1G SITE 
E = E KJZYMATJC S ITE 
G = GLYCOSYL ATION SITE 
M = MEMBRANE ANCHORING DOMAIN 
3 '-LAB = CONTAINS POLY A SIGNAL (x 2.) j 
INSTABILITY' SEQUENCE (x-4) 
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